Objective 
Introduction
Salmonella bacteria are one of the most important pathogens causing human illness. Foodborne diseases have been estimated to cause 200,000 deaths each year (1) . More than 2,500 serovars of Salmonella enterica have been reported from all over the world. Salmonella enterica subsp. enterica serovar Enteritidis (S. Enteritidis) is the most common serovar of Salmonella isolated from humans, animals, food and feed in the past 10 years, particularly in many developed countries (2) . (7, 8 (13, 14) .
S. Enteritidis caused 29,762 illnesses, 2,904 hospitalizations, and 79 deaths in the United States from 1985 to 1999 (3). In Europe, S. Enteritidis emerged as the most often reported serovar since the middle of the 1980s (4). In ten Turkish provinces, S. Enteritidis was also found as the most prevalent serovar isolated from various clinical sam-ples (5).

S. Enteritidis is also one of the major food-borne pathogens associated with outbreaks (6). S. Enteritidis infections in an outbreak are usually acquired by ingestion of contaminated food items, such as eggs, milk, vegetables and meat or through animal contact
The aim of this study was to investigate a large foodborne outbreak associated with eggs contaminated by S. Enteritidis in a military unit using PFGE and rep-PCR employing the DiversiLab system. (7, 15) . 
Materials and Methods
Definition of the outbreak
Pulse field gel electrophoresis method
S. Enteritidis cells were grown overnight on brain heart infusion broth (Merck
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Rep-PCR using DiversiLab system
S. Enteritidis DNA was extracted as described Kilic et al (19) . Rep (20) . 
Results
Definition of the outbreak
All patients were male. Their ages ranged from 21 to 29 old (median 23 ages). The 2,469 soldiers (38.4% of the all 6,418 person) having gastroenteritis had consumed the same kind of meal of mashed potatoes with egg. Among these soldiers, 445 (18%) were admitted to six different hospitals in Isparta during the outbreak period. The first case was hospitalized on Friday January 12, 2008 within 5 hours of having suspicious meals and then the others continued to visit a hospital in subsequent hours. Incubation period among those who ate the suspected meals varied between 5 and 96 hours. The average length of incubation was 46 hours. The main symptoms reported were diarrhea (100%), abdominal pain (93%), fever (91%), nausea (82%), headache (78%), and vomiting (74%). They were given ciprofloxacin (500 mg bid for 7 days), buscopan and total parenteral nutrition solution. Mortality did not occur among these patients during hospitalization. However, four patients required kidney dialysis due to acute renal failure after dehydration.
Microbiological analysis
In this study stool samples collected from 445 (18% of the 2,469 cases) hospitalized soldiers having gastroenteritis were analyzed for Salmonella spp. Of them, 276 (11.1% of the 2,469 cases) had laboratory confirmed S. Enteritidis. S. Enteritidis strain was isolated from one of hospitalized patient's blood culture samples. All employees working in the
ampicillin (!4 μg/mL), amoxicillin/clavulanate (!4/2 μg/mL), cefotaxime (!4 μg/mL), chloramphenicol (!4 μg/ mL), trimethoprim/sulfamethoxazole (SXT) (!0.5/95 μg/ mL), tetracycline (!2 μg/mL), and ciprofloxacin (!0.5 μg/ mL).
PFGE and rep-PCR using DiversiLab
The PFGE patterns after digestion with XbaI, and Rep-PCR using the DiversiLab system were performed for randomly eight selected stool isolates, one blood and one food isolate. All isolates had the same PFGE pattern (Fig. 1) . The DiversiLab system showed that all isolates, were genotypically indistinguishable having >95% similarity (Fig. 2) . The PFGE and the DiversiLab system interpretations were concordant for S. Enteritidis food-borne outbreak isolates. The DiversiLab system allowed a complete microbial typing analysis in approximately 4 hours compared to 3 days for PFGE in our study.
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Discussion
To our knowledge, this is the first report of S. Enteritidis food-borne outbreak from Turkey investigating the source and route by conventional and molecular microbiological methods.
Salmonella cause an estimated millions of illnesses and hundreds of deaths annually in many countries (21) . S. Enteritidis has been one of the most frequently isolated Salmonella associated with food-borne outbreak (22) (2, 10, 30) . Each of these methods has limited discriminatory power, poor reproducibility and, in addition difficult to standardize and interlaboratory comparison (10) . It was reported that for multi-locus variable-number tandem repeat analysis its is a useful tool for detection and investigation of outbreak caused by S. Enteritidis (2, 10, 17, 27) . PFGE method has been proven to be useful in determining the relatedness of S. Enteritidis isolates and investigation of outbreak as currently gold standard (31) (32) (33) (34) . However, PFGE is mainly a complex and time-consuming procedure and there is reduced comparability of results between different laboratories. It also exhibits limited discriminatory power for S. Enteritidis (10, 17) . The Rep-PCR using the DiversiLab system is a genotyping technique that provides good resolution between multiple strains within a single species (35) . Recent studies on Rep-PCR using DiversiLab system have been published for bacteria such as Staphyloccocus aureus (36) , Acinetobacter baumannii (13) , vancomycin-resistant entero-cocci (20) , Streptococcus pneumoniae (37) , and Escherichia coli (38) 
